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Climate change is amajor threat to global biodiversity. Antarctic ecosystems are no exception. Investigating
past species responses to climatic events can distinguish natural from anthropogenic impacts. Climate
change produces ‘winners’, species that benefit from these events and ‘losers’, species that decline or become
extinct. Using molecular techniques, we assess the demographic history and population structure of
Pygoscelis penguins in the Scotia Arc related to climatewarming after the Last GlacialMaximum (LGM). All
three pygoscelid penguins responded positively to post-LGM warming by expanding from glacial refugia,
with those breeding at higher latitudes expanding most. Northern (Pygoscelis papua papua) and Southern
(Pygoscelis papua ellsworthii) gentoo sub-species likely diverged during the LGM. Comparing historical
responses with the literature on current trends, we see Southern gentoo penguins are responding to current
warming as they did during post-LGMwarming, expanding their range southwards. Conversely, Ade´lie and
chinstrap penguins are experiencing a ‘reversal of fortunes’ as they are now declining in the Antarctic
Peninsula, the opposite of their response to post-LGMwarming. This suggests current climate warming has
decoupled historic population responses in the Antarctic Peninsula, favoring generalist gentoo penguins as
climate change ‘winners’, while Ade´lie and chinstrap penguins have become climate change ‘losers’.
C
limate warming around the western Antarctic Peninsula and in west Antarctica is amongst the fastest
observed anywhere on Earth1–3. Changes in species’ phenology, ranges and abundances have occurred
over the past few decades4–7 but predicting these responses is complex as they occur at all trophic levels
alongside changes in the abiotic environment. For example, the extent and duration of sea ice in the region is
declining8 with correlated reductions in Antarctic krill6 (Euphausia superba), the main prey item for most meso-
and top-predators in the Antarctic ecosystem. However the Antarctic climate has oscillated dramatically
throughout the last 50 million years (Myr). The rate of current warming is highly unusual but not unprecedented
for the Holocene period9 and the Pleistocene has been characterized by large-scale oscillations in global climate
such as the 100,000 year cycles of ice ages10. During glacial periods, the Antarctic and sub-Antarctic ice sheets
expanded and permanent sea ice was much more extensive11.
Understanding how past climate change has affected populations is critical for distinguishing between natural
and anthropogenic impacts, especially in polar regions12. It can also help predict probable responses to future
climate change - ‘‘looking backwards to look forwards’’13. Molecular techniques allow us to identify major events
in the evolutionary and demographic history of species and populations, thus revealing how climatic events have
shaped the distribution and abundance of species through time. As such, it is possible to identify species as either
climate change ‘winners’, with populations that remain stable or expand during these events, or climate change
‘losers’: species that decline in abundance and distribution or become extinct. Molecular techniques can also map
the distribution of biodiversity at the sub-specific level. The maintenance of genetic diversity underpins conser-
vation genetics14, and is a key priority of the Convention on Biological Diversity, albeit seldom measured15.
Here we use molecular techniques to characterize the demographic history and population structure of the
Pygoscelis penguins breeding around the Antarctic Peninsula and Scotia Arc. We specifically investigate how
climate change associated with the end of the last glacial period affected Pygoscelis penguin populations, and we
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then compare these results with analyses from the literature about
their responses to current climate change. Ade´lie (Pygoscelis ade´liae),
chinstrap (P. antarctica) and gentoo (P. papua) penguins are sym-
patric in this region, with overlapping breeding colonies in some
areas and all three species show high levels of breeding site fidelity16.
In this region, Ade´lie and chinstrap penguins have a diet dominated
by Antarctic krill during the breeding season, whilst gentoo penguins
have a more variable diet feeding on varying proportions of krill, fish
and small amounts of squid17. Pygoscelis penguins are important
meso-predators in the marine food web and thus are sensitive indi-
cators of environmental change, already showing responses to cur-
rent climate warming5,18. Indeed, in one colony in the Ross Sea,
Ade´lie penguins appear to be climate change ‘winners’ as warming
is creating more nesting habitat as glacial ice fields retreat19.
Results
Population structure. We sequenced a fragment of the hyperva-
riable region of the mitochondrial control region (HVR1) from
colonies of each species spanning their entire latitudinal ranges
and main breeding sites around the Antarctic Peninsula and Scotia
Arc (Fig. 1). We sequenced a 316 base pair (bp) fragment from 249
gentoo penguins, a 465 bp fragment from 166 chinstrap penguins
and a 601 bp fragment from 122 Ade´lie penguins (Table 1 and Supple-
mentary Table S1 online; GenBank accession numbers: KJ646026-
KJ646562). Although the length of the fragment sequenced in
gentoo penguins was short compared to most studies of avian
phylogeography, the proportion of variable sites was very high,
giving sufficient information content for this study.
We detected significant population structure in gentoo penguins
(WST5 0.62, p5 0.000) with all colonies being genetically differen-
tiated from one another (Supplementary Table S2 online) and show-
ing isolation by distance (r 5 0.63, p 5 0.003). There was weak but
significant population structure in chinstrap penguins (WST5 0.027,
p5 0.002) with just one colony, Zavadovski, showing genetic differ-
entiation from the others (Supplementary Table S3 online) with no
isolation by distance (r 5 0.84, p 5 0.084). We detected no popu-
lation structure in Ade´lie penguins (WST 5 0.007, p 5 0.07,
Supplementary Table S4 online) despite sequencing the longest
HVR1 fragment in this species, thus making our results robust to
variations in fragment length.
There was significant hierarchical population structure within
gentoo penguins: when colonies were grouped into Falkland Island
colonies versus all other colonies, 68.9% of the genetic variation was
explained by the difference between these groups (AMOVA, among
groups variation 5 68.9%). The haplotype network for gentoo pen-
guins (Fig. 2A) shows that there are two distinct monophyletic
lineages that do not overlap geographically. One monophyletic lin-
eage is found in the Falkland Islands and the other corresponds to
haplotypes found in colonies south of the Polar Front. These two
gentoo penguin lineages have previously been classified into two sub-
species based on morphological differences: Northern gentoos
Figure 1 | Sample locations across the Scotia Arc. Insert shows the location of the map relative to the Antarctic continent and South America. Gentoo
penguin sample locations are shown with circles, chinstrap penguin colonies with triangles and Ade´lie penguin colonies with squares. Each sample
location is coloured independently, and is consistent with Figure 2. The archipelago names are given in green. The map was produced by TH with help
from Dr. Heather Lynch using ArcGIS and modified in ArcSoftH PhotoStudio.
Table 1 | mtDNA diversity and neutrality test results for each species and sub-species
n NH NP H (SD) p (SD) Fu’s FS Tajima’s D
Gentoo penguin 249 110 58 0.981 (0.003) 0.023 (0.012) 224.51*** 20.726
P. p. papua 91 40 22 0.955 (0.009) 0.008 (0.005) 226.79*** 21.222
P. p. ellsworthii 158 70 48 0.984 (0.003) 0.012 (0.007) 225.79*** 21.647*
Chinstrap penguin 166 116 46 0.987 (0.004) 0.006 (0.004) 226.36*** 21.895**
Ade´lie penguin 122 115 128 0.999 (0.001) 0.016 (0.008) 224.49*** 21.980**
n, number of individuals sequenced; NH, number of haplotypes; NP, number of polymorphic sites; H, haplotype diversity; p, nucleotide diversity; SD, standard deviation.
*denotes significance at a 5 0.05;
**denotes significance at a 5 0.01;
***denotes significance at a 5 0.001.
www.nature.com/scientificreports
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(Pygoscelis papua papua) in the Falkland Islands and Southern gen-
toos (Pygoscelis papua ellsworthii) further south20,21.
Using a Bayesian coalescent framework implemented in BEAST
we estimated the time to the most recent common ancestor of
Northern and Southern gentoo penguins. To calibrate the genealogy
we used the rate of molecular evolution of the HVR1 region esti-
mated for Ade´lie22 and Northern rockhopper penguins (Eudyptes
moseleyi)23. These calibrations date the divergence to have occurred
25 kyr ago (95% HPD 5 11–42 kya) and 44 kyr ago (95% HPD 5
30–59 kya), respectively.
Demographic histories with respect to climate. All three species
have undergone demographic expansions during the Holocene, as
demonstrated by their star-shaped haplotype networks (Fig. 2), uni-
modal mismatch distributions (Supplementary Fig. S1 online) and
significantly negative values of Fu’s FS statistic (Table 1). However
the extent of their demographic expansions appears to have been
mediated by their latitudinal distributions. This mediation is
reflected in the values of Tajima’s D test statistics, which become
more negative the further south the species is distributed (Table 1).
Bayesian skyline plots, which show the effective female population
sizes over time, also show this latitudinal pattern (Fig. 3). Northern
gentoos, breeding the furthest north, have expanded the least,
Southern gentoos which breed slightly further south have
expanded to a greater extent and chinstraps and Ade´lies, breeding
the furthest south, have expanded the most. Figure 3 (bottom panel)
also plots Antarctic temperature anomalies for the past 30 kyr. The
population expansions all occur following the climatic warming that
occurred after the last LGM, suggesting that the populations were
expanding out of glacial refugia.
Discussion
The differences in the degrees of population structure in these species
may be explained by their different dispersal behaviors in the austral
winter. Gentoo penguins are resident at or near their colonies in
winter whilst chinstrap and Ade´lie penguins are more dispersive,
often travelling hundreds to thousands of kilometers in the winter
to forage at the pack ice edge16,17. Winter dispersal has been shown to
be an important determinant of population structure in seabirds24
and the patterns observed here are in agreement with the majority of
seabirds studied thus far; those that are residents in winter show
higher levels of population structure than more migratory species.
It is important to note here that we are investigating population
structure at the regional, not the local scale. At the local scale, where
colonies are separated by tens of kilometers or are within the same
archipelago, we would not expect to find population structure as
members of all three of these species have been observed visiting
nearby colonies at low rates19,25–27 and chinstrap penguins lack popu-
lation structure at these scales28. Changes in the local conditions, such
as increased sea ice or ice-bergs which block access to colonies, has
been found to increase the chances of individual Ade´lie penguins
visiting nearby colonies25. However it seems like the long migrations
undertaken by chinstrap andAde´lie penguins during thewintermust
facilitate gene flow at the regional level, whilst the lack of longmigra-
tions in gentoo penguins creates the population structure we have
observed.
The Polar Front acts as a barrier to gene flow in many diverse
marine taxa29 because of the abrupt change in ecological conditions
that it represents: from the relatively warm waters of the southern
Atlantic, Pacific or Indian Ocean to the cold waters of the Antarctic
Circumpolar Current. The Polar Front may also act as a barrier to
Figure 2 | Median-joining haplotype networks for gentoo (a), chinstrap (b) andAde´lie penguins (c).The area of each pie chart represents the number of
haplotypes as shown by the scale at the bottom. Star contraction has been applied to the chinstrap penguin haplotype network and so some of the terminal
nodes are not displayed. The representatives of the ‘‘Ross Sea’’ and ‘‘Antarctic’’ lineages (with GenBank accession numbers) are indicated on the Ade´lie
network. Colours represent the populations where the haplotype was sampled, according to symbols on Figure 1. Black scale bar shows one mutation in
gentoo and chinstrap penguins; blue scale bar shows one mutation in Ade´lie penguins; broken line shows 25 mutational steps. Photographic images
belong to TH.
www.nature.com/scientificreports
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gene flow in gentoo penguins as shown by the monophyletic lineages
observed either side of it. Using rates of molecular evolution as cali-
brations, we estimate that the two sub-species diverged from one
another between 11 and 59 kya. This means the divergence most
likely occurred during the last glacial period or just after it. Lineage
divergence may have occurred for two reasons. Firstly, the popula-
tions could have been isolated from one another within different
glacial refugia. Long-term isolation of populations from one another
results in genetic differentiation through genetic drift, and this gen-
erates distinct genetic lineages30. Secondly, they may have diverged
from one another following glacial retreat as more habitat became
available. Southern gentoosmay havemigrated out of a single gentoo
refuge to colonize areas south of the Polar Front as the ice retreated.
Lineage divergence during the last glacial period is also evident in
Ade´lie penguins in the Ross Sea. Ritchie and colleagues31 identified
twomitochondrial DNA lineages of Ade´lie penguins which diverged
from one another approximately 75 kya, and they suggest that
limited breeding opportunities during the last glaciation separated
the two lineages from one another in glacial refugia. Thus climate
change in Antarctica appears to have been a strong driver of micro-
evolutionary change.
Past climate change has also had a serious effect on the population
sizes of the Pygoscelis penguins. We have shown strong evidence that
these species were expanding southwards out of glacial refugia as the
ice retreated after the last glacial maximum (LGM, ca 19.5–16 kya32),
as those species which breed at higher latitudes were able to recol-
onize themost habitat as it became available. All three species require
ice-free ground to build their nests on as well as open water in the
vicinity, allowing them to travel to and from their foraging grounds
during the breeding season. During the LGM, Antarctica was
encircled by 100% more winter sea ice than today32 and although
summer sea ice extents are largely unknown, permanent and thick
sea ice most likely surrounded the entire continent. A few polynyas
persisted, but these probably would not have supported penguins
Figure 3 | Bayesian skyline plots showing the change in effective female population size for each species and sub-species. Solid lines show the median
estimate; dotted lines show the 95%highest posterior density interval. Solid vertical line shows themean tMRCA for the population, whilst the projection
is made to the upper limit of the 95% highest posterior density interval of the tMRCA. The bottom panel shows the Antarctic temperature anomaly
(the difference from the average of the last 1000 years) as estimated from the EPICA Dome C ice core54.
www.nature.com/scientificreports
SCIENTIFIC REPORTS | 4 : 5024 | DOI: 10.1038/srep05024 4
(ref33, Sven Thatje pers. comm. 2012). Thus all the Pygoscelis pen-
guins would have been forced tomove further north onto islands and
other land-masses that remained unglaciated and free from perman-
ent sea ice, or were exposed by the lower sea level. It is interesting to
note that sea levels were 120 m lower at the LGM compared to
today11, and so ice-age colony sites are now probably submerged.
As the climate warmed after the LGM (Figure 3, bottompanel), the
extent and duration of winter sea ice declined and ice shelves
retreated, allowing Pygoscelis penguins to expand as more habitats
became available to the south. This impact is similar to current
climate change, which is also reducing the extent and duration of
winter sea ice around the western Antarctic Peninsula8. This current
warming is benefitting Southern gentoo penguins, as they are
expanding their range southwards and increasing in number, espe-
cially at their more southerly colonies5. This mirrors the pattern we
detected in response to warming after the LGM: Southern gentoos
expanded more than Northern gentoos. However chinstrap and
Ade´lie penguins in the Antarctic Peninsula are currently in decline.
The reasons for these declines are debated but the abundance of these
two species appears to be closely linked to the availability18 and
recruitment27 of Antarctic krill, theirmain prey. Ade´lie and chinstrap
penguins showed population increases during the first part of the 20th
century when climatic conditions were favorable for krill and the
harvesting of marine mammals reduced competition between pen-
guins and other krill predators34–36. This has been followed by chin-
strap and Ade´lie population declines, when sea ice reductions
resulted in krill declines18. Declines in Ade´lie penguins may have
been exacerbated by declines in Antarctic silverfish, which are also
a component of Ade´lie penguin diets and require sea ice for protec-
tion during larval phases7,37. However, others argue that krill stocks
are sufficient for Ade´lie penguins, and there are suggestions that
other factors such as snow accumulation and increased melt-water
run-off are responsible for declining breeding success38,39. There is
also evidence that in the southern sector of the Antarctic Peninsula
some Ade´lie penguin colonies are increasing, whilst others are
decreasing. Differences in population dynamics over relatively small
spatial scales in this region mean that identifying a trend is difficult.
However, overall it seems that climate warming is no longer benefit-
ting all three Pygoscelis penguins in the Antarctic Peninsula by cre-
ating more suitable breeding habitat as it did after the LGM, but it is
only benefitting the more opportunistic and generalist gentoo pen-
guin, whose diverse and flexible foraging niche40,41 likely make this
species relatively less sensitive to declines in krill.
This ‘reversal of fortunes’ for two former climate change ‘winners’
has resulted from anthropogenic impacts outside the range of natural
variation that has occurred in the past. Rapid warming trends in the
Antarctic Peninsula over the past 50 years has led to decreased sea
ice, loss of winter habitat, and a reduction in krill stocks that is
negatively affecting Ade´lie and chinstrap penguins, but not gentoo
penguins5,18, which apparently are not as reliant on krill17. While we
know of no other examples of ‘reversal in fortunes’ as documented
here, we expect many more will be identified as global warming
proceeds and biodiversity declines.
Methods
Sample collection. Shed penguin feathers were collected from Volunteer Point and
Saunders Island inMay 2010 and from Port Lockroy, Orne Harbour and Lagotellerie
over three field seasons from 2009 to 2012. When collecting shed feathers, 80–125
molted penguin body and tail feathers were collected with feathers being collected at
least 2 meters apart to minimize the chance of obtaining duplicate samples from an
individual. Feathers were stored dry at ambient temperature until extraction.
Where direct samples were taken (Bird, Zavodovski, Saunders (SSI), King George
and Signy Islands), birds were seized with both hands by the upper body and the
flippers were restrained by the same handler. The head was placed under the arm of
the handler to stop the bird biting in accordance with the literature on minimizing
stress in restrained penguins42,43. The second person plucked two feathers from this
bird’s lower back or took blood samples. Where taken, bloods were from the brachial
vein using a 25 G needle and syringe, and were immediately stored in 95% ethanol at
ambient temperature. The animal was then released at the edge of the colony. It is
possible to pluck feathers with a minimum of stress within 30 seconds, but usually no
longer than 2 minutes. Blood samples usually take 2–3 minutes of restraint. Only 40
gentoo penguin adult blood samples were used in this study, previously obtained from
Bird Island, South Georgia by researchers from the British Antarctic Survey. All other
direct samples were plucked feathers.
Direct sampling was conducted under permits from the Falkland Islands
Environmental Planning Department, The Government of South Georgia and the
South Sandwich Islands, the UK Foreign and Commonwealth Office, and the US
National Science Foundation. Each of these permits was issued following inde-
pendent ethical review of the sampling. There are no legal restrictions covering
research on animals in South Georgia or Antarctica. However, all sampling was
carried out in accordance with UK Home Office guidelines and received ethical
approval from the University of Oxford, the Zoological Society of London and the
University of North Carolina, Wilmington. Blood sampling at Bird Island received
ethical approval from the British Antarctic Survey.
DNA extraction and amplification. Feathers were prepared by finely slicing the
proximal 3 mm of the feather calamus and any attached tissue for DNA extraction.
Where tail feathers were available, the calamus was further sliced open and 2 mm of
the blood capillary was sampled in addition to the proximal end of the calamus.
Genomic DNA (gDNA) was extracted from feather fragments and blood using
DNeasy Blood and Tissue Kits (http://www.qiagen.com/) according to the
manufacturer’s instructions for animal tissue, with the following modification to the
incubation step for feather samples: 40 ml of proteinase K and 180 ml buffer ATL was
added to the tissue and incubation was extended to 48 hours at 56uC.
The hypervariable region 1 (HVR-1) of the mtDNA genome was amplified from
chinstrap penguin gDNA using the primers L-tRNAglu and H-A650 (ref. 31,44). The
primer AP1STR (59-CCACCCTATACATACAATTCCCCTCCC-39) was designed
using Primer3 (http://primer3.wi.mit.edu/) from sequences published onGenBank to
amplify the Ade´lie HVR-1 region paired with H-A650. The primers
GPPAIR3F (59-TTCACGTGAGGAGCCCGACCA-39) and GPPAIR3R (59-
CTCAGGGCTAAACGGGAACTCTGC-39) were designed in the same way to
amplify the gentoo HVR-1 region. The PCR reaction mix consisted of 7.5 ml Qiagen
Taq PCRMasterMix, 2 nMprimers, approximately 10 ng of Ade´lie or gentoo gDNA,
or 1 ng chinstrap gDNA, made up to a final volume of 15 ml with Milli-Q water. The
thermocycling conditions for Ade´lie and chinstrap reactions were: 94uC for 3 min-
utes; 40 cycles of 94uC for 45 seconds, 52.5uC for 45 seconds and 72uC for 1 minute;
followed by a 10 minute extension period at 72uC. The thermocycling conditions for
the gentoo penguin amplifications were the same but the annealing temperature was
raised to 54uC.
PCR products were purified and sequenced in both directions using the EZ-Seq
service offered byMacrogen Europe (http://www.macrogen.com/). The same primers
from the PCR amplification were used for sequencing, with the exception that
chinstrap PCR products were sequenced with H-A650 and CPSEQLHS2 (59-
TTAGGGTTGTTATTGTACTCTGGA-39). CPSEQLHS2 was designed using
Primer3 from the sequences generated with H-A650, because L-tRNAglu was found to
be problematic when used in the chinstrap sequencing reaction.
Geneious Basic v5.6.4, created by Biomatters (http://www.geneious.com), was used
to align forward and reverse sequences and extract a consensus sequence. When two
fluorescent signals were observed at a single base position, as a result of hetero-
plasmy22, these sites were treated as missing data.
Data analysis. Arlequin v3.5 (ref. 45) was used to calculate standard molecular
diversity indices and pairwiseWSTs, to performMantel tests for isolation by distance,
analyses ofmolecular variance (AMOVAs), neutrality tests and to calculatemismatch
distributions. Molecular diversity measures and molecular distances were calculated
where possible with the Tamura correction for unequal base frequencies and a gamma
distribution model of substitution rate heterogeneity among sites. The shape
parameter (a) of the gamma distribution was 0.102, 0.01 and 0.125 for gentoos,
chinstraps and Ade´lies, respectively, as calculated in jModelTest v0.1.1 (ref. 46,47).
Pairwise WSTs were calculated between all colonies within species and significance
was determined using 10,000 permutations of haplotypes between colonies, followed
by the Bonferroni correction for multiple comparisons. Mantel tests for isolation by
distance were performed by calculating the shortest at sea route between colonies
using Google Earth v6.1 (http://earth.google.co.uk). Significance was determined
through 10,000 permutations of the data. AMOVAswere used to look for hierarchical
population structure. Population structures tested in gentoo penguins were: (A) no
grouping of populations; (B) populations divided into Falkland Island populations (P.
p. papua) and non-Falkland Island populations (P. p. ellsworthii); and (C)
populations divided into P. p. papua, Bird Island gentoos and all otherP. p. ellsworthii.
Given the high degree of divergence found between P. p. papua and P. p. ellsworthii,
AMOVAs were repeated for the P. p. ellsworthii populations with the following
structures: (A) no population groupings; and (B) populations divided into Bird Island
gentoos versus all other gentoos. Population structures tested in chinstrap penguins
were: (A) no grouping of populations; and (B) populations divided into South
Sandwich Island chinstraps (Zavodovzki) versus all other chinstraps. Structures
tested in Ade´lie penguins were: (A) no grouping of populations; (B) populations
grouped into South Sandwich Islands (Saunders SSI) versus Antarctic populations;
and (C) populations grouped into South Sandwich Islands (Saunders SSI), northern
Antarctic populations (King George Island and Signy Island) and southern Antarctic
populations (Lagotellerie). 95% confidence intervals were calculated using 5,000
bootstrap replicates. Tajima’s D and Fu’s FS statistics were calculated for the entire
www.nature.com/scientificreports
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species or sub-species (Table 1) and for each individual colony (Supplementary Table
S1).
Median joining haplotype networks were drawn in Network v4.6.1.0 (http://www.
fluxus-engineering.com). Because of the complexity of the chinstrap haplotype net-
work, the star contraction option was used with a maximum star radius of five, to
remove some of the terminal branches from the network. Members of the two Ade´lie
penguin lineages identified previously were taken fromGenBank (accession numbers
AY525423 and AY525174) and included in the Ade´lie haplotype network for
comparison.
To date the divergence of P. p. papua and P. p. ellsworthii, the time to their most
recent common ancestor (TMRCA) was estimated using the Bayesian MCMC
approach implemented in BEAST v1.7.2 (ref. 48). A demographic model of expo-
nential population growth was used and jModelTest combined with Bayes factor (BF)
analysis was used to select the K2P 1 C substitution model (after all models with
invariant sites were excluded). When the Bayesian Inference Criterion implemented
in jModelTest supported more than one substitution model, model support was
evaluated using Bayes factors49. The marginal likelihoods for the Bayes factor calcu-
lations were estimated under each model using both the path sampling (PS) and
stepping stone sampling (SS) methods implemented in BEAST using 100 million
generations and a burn-in of 10%. Statistical support was then evaluated using log
(BF) using both PS and SSmethods as per Kass &Raftery50. In the case of log (BF), 1,
which does not constitute support for either model, the simpler substitution model
was selected for the main analysis. The genealogy was calibrated using two different
rates of molecular evolution under a strict molecular clock model: the rate of
0.86 substitutions/site/Myr was implemented as a normally distributed prior with a
standard deviation of 0.2 to represent the uncertainty in this estimate22, whilst the rate
of 0.35 s/s/Myr was implemented as a fixed rate as the uncertainty in this estimate was
not published23. The MCMC chain was run for 100 million generations, sampling
every 10,000 generations, with a burn-in of 10%. MCMC output was visualised in
Tracer v1.5 (http://tree.bio.ed.ac.uk/software/tracer/) to check for convergence and
mixing, and all effective sample sizes (ESSs) were.300. Each runwas repeated at least
four times to check for stationarity. To estimate the TMRCA, the results from at least
three runs were combined in Tracer.
Bayesian skyline plots (BSPs)51, created using BEAST and Tracer, were used to
investigate the historical population size of P. p. papua, P. p. ellsworthii, chinstrap and
Ade´lie penguins. In all analyses, rate constancy between branches could not be
rejected (the coefficient of variation under the uncorrelated relaxed molecular clock
was not different from zero) and so strict clocks were used. All trees were calibrated
with the rate of molecular evolution from Ade´lie penguin pedigrees as a normal prior
(mean 5 0.55 s/s/Myr, SD 5 0.15)22. Weak (uniform) priors were specified for
population size, with an upper limit of 1 3 1010 for the each population size para-
meter. jModelTest with the Bayesian Inference Criterion and Bayes factors were used
to select the most appropriate substitution model for each dataset, as above. The
models selected were the TN93 1 G (ref. 52) model for Ade´lies and P. p. ellsworthii
and the K80 1 G (ref. 53) model for chinstraps and P. p. papua. The MCMC chain
length and evaluation was described as above and the results from two or three runs
were combined to make sure all ESSs were .300. A generation time of 8 years was
assumed for all species. Where the shape and 95% highest posterior density (HPD) of
the BSPs suggested that a constant population size through time was plausible,
demographic models of exponential growth versus constant population size were
compared using Bayes factors, keeping all other settings in the MCMC run the same.
In all cases, the exponential growth model received greater support than a constant
size model.
1. Smith, R. C. et al. Marine ecosystem sensitivity to climate change. BioScience 49,
393–404 (1999).
2. Vaughan, D. G. et al. Recent rapid regional climate warming on the Antarctic
Peninsula. Climatic Change 60, 243–274 (2003).
3. Bromwich, D. H. et al. Central West Antarctica among the most rapidly warming
regions on Earth. Nat Geosci 6, 139–145 (2013).
4. Lynch, H. J., Fagan, W. F., Naveen, R., Trivelpiece, S. G. & Trivelpiece, W. Z.
Differential advancement of breeding phenology in response to climate may alter
staggered breeding among sympatric pygoscelid penguins.Mar Ecol Prog Ser 454,
135–145 (2012).
5. Lynch, H. J., Naveen, R., Trathan, P. N. & Fagan, W. F. Spatially integrated
assessment reveals widespread changes in penguin populations on the Antarctic
Peninsula. Ecology 93, 1367–1377 (2012).
6. Atkinson, A., Siegel, V., Pakhomov, E. & Rothery, P. Long-term decline in krill
stock and increase in salps within the Southern Ocean. Nature 432, 100–103
(2004).
7. Ducklow, H. W. et al. Marine pelagic ecosystems: the west Antarctic Peninsula.
Philos Trans Roy Soc B 362, 67–94 (2007).
8. Smith, R. C. & Stammerjohn, S. E. Variations of surface air temperature and sea-
ice extent in the western Antarctic Peninsula region. Ann Glaciol 33, 493–500
(2001).
9. Mulvaney, R. et al. Recent Antarctic Peninsula warming relative to Holocene
climate and ice-shelf history. Nature 489, 141–144 (2012).
10. Shackleton, N. J. The 100,000-year ice-age cycle identified and found to lag
temperature, carbon dioxide, and orbital eccentricity. Science 289, 1897–1902
(2000).
11.Williams,M., Dunkerley, D., DeDecker, P., Kershaw, P. &Chappell, J.Quaternary
Environments. (Arnold, London, 1998).
12. Sun, L. G. et al. Vertebrate records in polar sediments: Biological responses to past
climate change and human activities. Earth-Sci Rev 126, 147–155 (2013).
13. Hoelzel, A. R. Looking backwards to look forwards: conservation genetics in a
changing world. Conserv Genet 11, 655–660 (2010).
14. Frankel, O. Conservation and Evolution. (Cambridge University Press, 1981).
15. Laikre, L. et al. Neglect of genetic diversity in implementation of the convention on
biological diversity. Conserv Biol 24, 86–88 (2010).
16. Borboroglu, P. B. & Boersma, P. D. Penguins: Natural History and Conservation.
(University of Washington Press, 2013).
17. Ratcliffe, N. & Trathan, P. A review of the diet and at-sea distribution of penguins
breeding within the CAMLR Convention Area. CCAMLR Science 18, 75–114
(2011).
18. Trivelpiece, W. Z. et al. Variability in krill biomass links harvesting and climate
warming to penguin population changes in Antarctica. PNAS 108, 7625–7628
(2011).
19. LaRue, M. A. et al. Climate change winners: receding ice fields facilitate colony
expansion and altered dynamics in an Adelie penguin metopopulation. PLoS One
8, e60568 (2013).
20. Stonehouse, B. Geographic variation in Gentoo penguins Pygoscelis papua. Ibis
112, 52–57 (1970).
21. de Dinechin, M. et al. The biogeography of Gentoo Penguins (Pygoscelis papua).
Can J Zool 90, 352–360 (2012).
22. Millar, C. D. et al. Mutation and evolutionary rates in Ade´lie penguins from the
Antarctic. PLoS Genet 4, e1000209 (2008).
23. deDinechin,M., Ottvall, R., Quillfeldt, P. & Jouventin, P. Speciation chronology of
rockhopper penguins inferred from molecular, geological and palaeoceanograhic
data. J Biogeog 36, 693–702 (2009).
24. Friesen, V. L., Burg, T. M. & McCoy, K. D. Mechanisms of population
differentiation in seabirds. Mol Ecol 16, 1765–1785 (2007).
25. Shepherd, L. D. et al. Microevolution and mega-icebergs in the Antarctic. PNAS
102, 16717–16722 (2005).
26. Clausen, A. & Pu¨tz, K. Winter diet and foraging range of gentoo penguins
(Pygoscelis papua) from Kidney Cove, Falkland Islands. Polar Biol 26, 32–40
(2003).
27. Hinke, J. T., Salwicka, K., Trivelpiece, S. G., Watters, G. M. & Trivelpiece, W. Z.
Divergent responses of Pygoscelis penguins reveal a common environmental
driver. Oecologia 153, 845–855 (2007).
28. Korczak-Abshire, M., Chwedorzewska, K. J., Wa˛sowicz, P. & Bednarek, P. T.
Genetic structure of declining chinstrap penguin (Pygoscelis antarcticus)
populations from South Shetland Islands (Antarctica). Polar Biol 35, 1681–1689
(2012).
29. Rogers, A. D.Antarctic Ecosystems: an Extreme Environment in a ChangingWorld
Alex, D. Rogers, Nadine, M. Johnston, Eugene, J. Murphy & Andrew, Clarke (eds)
417–467 (Wiley-Blackwell, 2012).
30. Hewitt, G. The genetic legacy of the Quaternary ice ages. Nature 405, 907–913
(2000).
31. Ritchie, P. A.,Millar, C. D., Gibb, G. C., Baroni, C. & Lambert, D.M. Ancient DNA
enables timing of the Pleistocene origin and Holocene expansion of two Ade´lie
penguin lineages in Antarctica. Mol Biol Evol 21, 240–248 (2004).
32. Gersonde, R., Crosta, X., Abelmann, A. & Armand, L. Sea-surface temperature
and sea ice distribution of the Southern Ocean at the EPILOG Last Glacial
Maximum—a circum-Antarctic view based on siliceousmicrofossil records.Quat
Sci Rev 24, 869–896 (2005).
33. Thatje, S., Hillenbrand, C. D., Mackensen, A. & Larter, R. Life hung by a thread:
endurance of Antarctic fauna in glacial periods. Ecology 89, 682–692 (2008).
34. Sladen, W. Biologie Antarctique Carrick, R., Holdgate, M. W. & Prevost, J. (eds)
359–365 (Hermann, Paris, 1964).
35. Laws, R. Seals and whales of the Southern Ocean. Philos T Roy Soc B 279, 81–96
(1977).
36. Laws, R. M. The ecology of the Southern Ocean. Am Sci 73, 26–40 (1985).
37. Schofield, O. et al. How do polar marine ecosystems respond to rapid climate
change? Science 328, 1520–1523 (2010).
38. Sailley, S. F. et al. Carbon fluxes and pelagic ecosystem dynamics near two western
Antarctic Peninsula Ade´lie penguin colonies: an inverse model approach. Mar
Ecol Prog Ser 492, 253–272 (2013).
39. Chapman, E. W., Hofmann, E. E., Patterson, D. L., Ribic, C. A. & Fraser, W. R.
Marine and terrestrial factors affecting Ade´lie-penguin Pygoscelis adeliae chick
growth and recruitment off the western Antarctic Peninsula. Mar Ecol Prog Ser
436, 273–289 (2011).
40. Miller, A. K., Karnovsky, N. J. & Trivelpiece, W. Z. Flexible foraging strategies of
gentoo penguins Pygoscelis papua over 5 years in the South Shetland Islands,
Antarctica. Mar Biol 156, 2527–2537 (2009).
41.Miller, A. K., Kappes,M.A., Trivelpiece, S. G. &Trivelpiece,W. Z. Foraging-Niche
Separation of Breeding Gentoo and Chinstrap Penguins, South Shetland Islands,
Antarctica. The Condor 112, (2010).
42. Le Maho, Y. et al. Stress in birds due to routine handling and a technique to avoid
it. Am J Physiol 263, R775–R781 (1992).
43. Wilson, R. P. A method for restraining penguins.Mar Ornithol 25, 72–73 (1997).
44. Roeder, A. D., Ritchie, P. A. & Lambert, D. M. New DNA markers for penguins.
Conserv Genet 3, 341–344 (2002).
www.nature.com/scientificreports
SCIENTIFIC REPORTS | 4 : 5024 | DOI: 10.1038/srep05024 6
45. Excoffier, L. & Lischer, H. E. L. Arlequin suite ver 3.5: a new series of programs to
performpopulation genetics analyses under Linux andWindows.Mol Ecol Resour
10, 564–567 (2010).
46. Posada, D. Selection of models of DNA evolution with jModelTest.Methods Mol
Biol 537, 112 (2009).
47. Guindon, S. & Gascuel, O. A simple, fast, and accurate algorithm to estimate large
phylogenies by maximum likelihood. Syst Biol 52, 696–704 (2003).
48. Drummond, A. J., Suchard, M. A., Xie, D. & Rambaut, A. Bayesian phylogenetics
with BEAUti and the BEAST 1.7. Mol Biol Evol 29, 1969–1973 (2012).
49. Baele, G. et al. Improving the accuracy of demographic andmolecular clockmodel
comparison while accommodating phylogenetic uncertainty. Mol Biol Evol 29,
2157–2167 (2012).
50. Kass, R. E. & Raftery, A. E. Bayes factors. J Am Stat Assoc 90, 773–795 (1995).
51. Drummond, A. J., Rambaut, A., Shapiro, B. & Pybus, O. G. Bayesian coalescent
inference of past population dynamics from molecular sequences. Mol Biol Evol
22, 1185–1192 (2005).
52. Tamura, K. & Nei, M. Estimation of the number of nucleotide substitutions in the
control region of mitochondrial DNA in humans and chimpanzees.Mol Biol Evol
10, 512–526 (1993).
53. Kimura, M. A simple method for estimating evolutionary rates of base
substitutions through comparative studies of nucleotide sequences. J Mol Evol 16,
111–120 (1980).
54. Jouzel, J. et al. EPICA Dome C Ice Core 800 KYr Deuterium Data and
Temperature Estimates. IGBP PAGES/World Data Center for Paleoclimatology
Data Contribution Series # 2007-091. NOAA/NCDC Paleoclimatology Program,
Boulder CO, USA (2007).
Acknowledgments
We thank the Zoological Society of London, Quark Expeditions, Exodus Travels ltd.,
Oceanites, the Holly Hill Charitable Trust, the Charities Advisory Trust and an U.S.
National Science Foundation (NSF) Office of Polar Programs grant (ANT-0739575) for
funding. Thanks to Dr. Richard Phillips, Dr. Kevin Hughes, Je´roˆme Poncet, Dr. Wayne
Trivelpiece, the U.S. Antarctic Marine Living Resource Program, and the crew of the
Golden Fleece for logistical and sample collection support. Thanks to Dr. Kate Ciborowski,
Dr. AndrewHitchcock andDr. John Gittins for advice in the lab, andDr. SimonHo andDr.
Mike Lee for advice about BEAST.
Author contributions
G.V.C. performed all lab and analytical work, and wrote the paper. T.H., S.D.E., M.J.D.,
M.J.P., H.L. and R.N. conducted field work and provided samples. O.G.P. provided
analytical support with Bayesian coalescent inferences. T.H. designed the study and
prepared all figures. G.D. and A.D.R. were also involved in study design. All authors
discussed the study results and implications and contributed to editing the manuscript.
Additional information
Supplementary information accompanies this paper at http://www.nature.com/
scientificreports
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Clucas, G.V. et al. A reversal of fortunes: climate change ‘winners’
and ‘losers’ in Antarctic Peninsula penguins. Sci. Rep. 4, 5024; DOI:10.1038/srep05024
(2014).
This work is licensed under a Creative Commons Attribution 3.0 Unported License.
The images in this article are included in the article’s Creative Commons license,
unless indicated otherwise in the image credit; if the image is not included under
the Creative Commons license, users will need to obtain permission from the license
holder in order to reproduce the image. To view a copy of this license, visit
http://creativecommons.org/licenses/by/3.0/
www.nature.com/scientificreports
SCIENTIFIC REPORTS | 4 : 5024 | DOI: 10.1038/srep05024 7
